Antibiotic resistance has been becoming a global problem threatening modern medicine. Thorough studies on this phenomenon have uncovered the crucial role of the environment in the development and the dissemination of this trait among bacteria. Wastewater treatment plants have been recognised as hotspots for antibiotic-reistant bacteria and antibiotic resistance genes [1] . Moreover, it has been suggested that the specific conditions within wastewater treatment plants such as sublethal concentrations of antibiotics and high microbial density favour horizontal transfer of resistance genes [2] . However, little do we know about the fate of antibiotic resistance determinants and antibiotic-resistant bacteria in treated sewage receiving water bodies. The already available results range from small effect to a significant impact depending on screened genes/bacteria and different water ecosystems [3] , [4] . Hence more studies are needed to clarify which genes are more persistent in given environments.
